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Fig 6": Schematic repre.se atation of Camel IgG 3 model. 
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sac : o o 6 c tcgag - - -tctgggggagg 

ZR2 7 0 0 6 C TCGAG - - -TCTGGGGGAGG 

Zr.O 2 0 C 5 C AGGTGA AACTGCTCG AG - - -TCTGGAGGAGG 

ZRI 1 0 0 6 C - - - TCGAG - - -TCTGGGGGAGG 

ZP.24006 C AGGTGA AACTGCTCG AG — -TCTGGGGGAGG 

Z?.l 5 0 0 5 C TCGAG TCTGGAGGAGG 

9006 C TCGAG- --TCTGGAGGAGG 

IR07 0 Go C TCGAG- - -TCTGGGGGAGG 

DP. 16 005 C TCGAG - - -TCTGGGGGAGG 

DR2GCC5 C--- TCGAG- - -TCAGGGGGAGG 

ZR2 5006 C TCGAG - - -TCTGGGGGAGG 

ZR2 G 0 0 6 C- TCGAG- - -TCTGGAGGAGG 

ZP.2 1 00c C • TCGAG- - -TCTGGGGGAGG 

Zr.O 9005 C AGGTGA AACTGCTCGAG - - -TCTGGGGGAGG 

Zr.l 7 C 0 5 C TCGAG TCTGGGGGAGG 

2?. 13 005 C TCGAG TCAGGGGGAGG 

z f. o : : : 5 ctcg agtc aggtgtccggtctgatgtgc agctggtggcgtctggggg agg 



:5 



• r 1 '-• v 0 

.7006 
. 2 0 0 6 
'•2006 



ATCGGTGCAGGCTGGAGGGTCTCTGAGACTCTC - -GTGCG -CAGCCTCTG 

ctcggtgcaggctggagggtctctgagactctcctgtgcatcttcttcta 

CTCGGTGCAGACTGGAGGATCTCTGAGACTCTCCTGTGCAGT--C-TCTG 
GTCGGTGC AGGCTGGAGGGTCTCTGAGACTCTCCTGTAATGT- -C - TCTG 
GTCGGTGCAGGCTGGAGGGTCTCTGAGACTCTCCTGTAATGT- -C-TCTG 
CTCGGCGCAGGCTGGAGGATCTCTGAGACTCTCCTGTGCAGC - -CCkCZG 
CTCGGTTCAGGCTGGAGGGTCCCTTAGACTCTCCTGTGCAGC- -C -TCTG 

CTCGGTGCAGGGTGGAGGGTCTCTGAGACTCTCCTGTGCAA TCTCTG 

CTCGGTGCAGGCTGGAGGGTCTCTGAGACTCTCCTGTACAG- - -GCTCTG 

CTCGGTACAGGTTGGAGGGTCTCTGAGACTCTCCTGTGTAG CCTCTA 

CTCGGTACAAACTGGAGGGTCTCTGAGACTCTCTTGCG AAATCTCTG 

CTCGGTGCAGGCTGGAGGGTCTCTGAGACTCTCCTGTG TAGCCTCTG 

CTCGGTGCAGGTTGGAGGGTCTCTGAAACTCTCCTGTAAAAT CTCTG 

CTCGGTGCAGGCTGGGGGGTCTCTGACACTCTCTTGTG- - -TAT AC AC - - 

CTCGGTCCAACCTGGAGGATCTCTGACACTCTCCTGTACAGTT TCTG 

CTC.GGTGGAGGCTGGAGGGTCTCTGAGACTCTCCTGTACAG- - -CCTCTG 
CTCGGTGCAGGCTGGAGGCTCTCTGAGACTCTCCTGTACAG - - -CCTCTG 



ZF.;i005 
DF.27G06 
ZB020Q5 
ZP1I005 
ZF.24 0G5 
ZR1 6006 
Zr.l 9006 
DR07 0G6 
DR15006 
DR200G6 
DR25006 
DR20006 
DP.21006 



GA--TACAGTAATT-- 
AA- -TATATGCCTT- - 
GA TTCTCCTTTA- - 
GC--TCTCCCAGTA-- 
GC--TCTCCCAGTA-- 
G A - - TTCCGC - TC A - - 
AC - - TAC ACC ATC A - - 
GA--TACACGTACG-- 
GA- -TTCCCCTATA- - 
CT- -CACACCGACA- - 
GA- - TTGACTTTTG - - 
G A - - TTC AATTTC G - - 



-GTCCCCTCACTTG- 
-GCACCTACGACAT- 
-GTACCAGTTGTAT- 
-GTACTTATTGCCT- 
-GTACTTATTGCCT- 
- ATGG TT AC TAC AT - 
-CTGATTATTGCAT- 
-GTAGCTTCTGTAT.- 
-GTACCTTCTGTCT- 
-GTAGCACCTGTAT- 
-ATGATTCTGACGT- 
- AAACTTC TCGT AT - 



•GAGCTGGTATCGCC.AGTTT 
GACCTGGTACCGCCAGGCT 
•GGCCTGGTTCCGCCAGGCT 
■GGGCTGGTTCCGCCAGGCT- 
•GGGCTGGTTCCGCCAGGCT 
CGCCTGGTTCCGTCAGGCT 
GGCCTGGTTCCGCCAGGCT 
GGGCTGGTTCCGCGAGGGT 
GGGGTGGTTCCGCCAGGCT 
■AGGCTGGTTCCGCCAGGCT 
GGGGTGGTACCGCCAGGCT 
■GGCGTGGTACCGCCAGACT 



GAGGTACCCCAGATCGTGTTCCTAAATCTTTGGCCTGGTTCCGCCAGGCT 
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DRO 1006 CC AGGAACGG AGCGCG AGTTCGTCTCC AGTATGGATCCGGATGGAAATAC 

DR2 7006 CC AGGC AAGG AGCGCGAATTTGTCTC AAGTATAAATATTGATGGTAAGAC 

DRO 3 0 0 5 TC AGGAAAGCAGCGTGAGGGGGTCGCAGCCATTAATAGTGGCGGTGGTAG 

DRUG 05 CCAGGGAGGGAGCGTGAGGGGGTCACAGCGATTAA CACTGATGG 

DR2 4 C 0 6 CCAGGGAAGGAGCGTGAGGGGGTCACAGCGATTAA CACTGATGG 

DRi 6006 CCTGGGAAGGGGCGTGAGGGGGTCGC AACAATTAATGGTGGTCG 

DR19006 CC AGGGAAGGAGCGTGAATTGGTCGCAGCGATTCAAGTTGTCCGTAGTGA 

DRO 7 0 0 6 CCAGGC AAGGAACGTGAGGGGATCGCAACTATTCTTAATGGTGGTACTAA 

DRI 60 06 CC AGGGAAGGAGCGTGAGGGGGTCGCGGGTATTAATAGTGCAtSGAGGTAA 

DR2 00 05 CCAGGGAAGGAGCGCGAGGGGGTCGCAAGTATATATTTTGGTGATGGTGG 

DR2 5006 CCAGGGCATGAGTGCAAATTGGTCTCAGGTATTCTGAGTGATGGTACT-C 

DR2 0 0 0 6 CCAGGAAATGTGTGTGAGTTGGTCTCAAGTATTTACAGTGATGG 

DR2 1006 GCAGAGAAGG AGCGCGAGGGGATCGCAGTTCTTTCGACTAAGGATGGTAA 

DRO 9 0 0 5 CCAGGGAAAGAGTGCGAAAGGGTCGCGCATATTACGCCTGATGGTATGA- 

DRi 7 006 CC AGGG AAGGACCGTGAAGTAGTCGCAGCCGCTAATACTGGTG 

DRI 2 006 CCAGGGCAGGAGCGCGAGGGGGTCGCGTTTGTTCAAACGG 

DRO 2006 CCAGGGAAGGAGTGCGAATTGGTCTCAAGCATTCAAAGTAATGGAAGGAC 



D RC 1 : 0 6 C AAGTACA CATACTCCGTGAAGGGCCGCTTCACC 

DR2~ 0 : 5 AACATACG C AGACTCCGTGAAGGGCCGATTC ACC 

DR C 2 : 0 5 GACATACTA-CAACACATATGTCGCCGAGTCCGTGAAGGGCCGATTCGCC" 

DRI I j 0 6 CAGTATCA7- ATACGCA GCCGACTCCGTGAAGGGCCGATTCACC 

2=240 0,6 ' CAGTGTCAT- ATACGCA GCCGACTCCGTGAAGGGCCGATTCACC 

2 Rl c 0 6 5 ■ CGA-CGTCACATACTACGCCGACTCCGTGACGGGCCGAT77ACC 

DRi 9 0 0 6 TACT - -CGC -C - TC AC AG ACTACGCCG ACTCCGTGAAGGGACGATTC ACC 

2 R : 7 ■} 0 5 CACATACTATGCCGACTCGGTGAAGGGCCGATTC ACC 

DRi 50 06 TACTTACTATGCCGACGCCGTGAAGGGCCGATTCACC 

D R 2 v 0 0 5 TACG AATTATCGCG ACTCCGTG AAGGGCCG ATTC ACC 

DR2 50 05 C ATATAC AAAGAGTGG AGACTATGCTG AGTCTGTG AGGGGCCGGGTTACC 

DR2 ■: 0 0 6 C A - AAAC ATACTACGTCG ACC - -GCA TGAAGGGCCG ATTC ACC 

DR2 1006 GA CATTCTATGCCGACTCCGTGAAGGGCCGATTCACC 

DRO 90 06 CCTTCATTGATGAACCCGTGAAGGGGCGATTCACG 

DR17C06 CGACTAGTAAATTCTACGTCGACTTTGTGAAGGGCCGATTCACC 

DRI 2 006 - -CTGACAAT- AGTGC ATTATATGGCGACTCCGTGAAGGGCCGATTCACC 

DRO 2 006 AACTGA GGCCGATTCCGTGCAAGGCCG ATTC ACC 



DRO 1 0 0 6 ATGTCCCGAGGCAGCACCGAGTACACAGTATTTCTGCAAATGGACAATCT 

DR2 7 006 ATCTCCC AAGAC AGCGCC AAGAAC ACGGTGTATCTGC AGATGAAC AGCCT 

DRO 3006 ATCTCCC AAGAC AACGCC AAGACCACGGTATATCTTGATATGAAC AACCT 

DRi 1006 ATCTCCCAAGAC ACCGCCAAGGAAACGGTACATCTCC AGATGAACAACCT 

DR24006 ATCTCCC AAGAC ACCGCC AAGAAAACGGTATATCTCC AGATGAACAACCT 

DRi 5 0 0 6 ATCTCCCG AG AC AGCCCCAAGAATACGGTGTATCTGC AGATGAAC AGCCT 

DRI 9 0 0 6 ATCTCCCAAGGCAACACCAAGAACACAGTGAATCTGCAAATGAACAGCCT 

DRO 7 0 0 6 ATCTCCC AAGAC AGC AC GTTG AAGAC GATGTATCTGC TAATGAAC AACCT 

DRI 60 0 6 ATCTCCC AAGGGAATGCC AAGAATACGGTGTTTCTGCAAATGGATAACTT 

DR2 0 0 0 6 ATCTCCC AACTC AACGCCC AGAACACAGTGTATCTGCAAATGAACAGCCT 

DR2 5 0 0 6 ATCTCCAGAGACAACGCC AAGAACATGATATACCTTCAAATGAACGACCT 

DR2 0006 ATTTCTAGAGAGAATGCCAAGAATACATTGTATCTAC AACTGAGCGGCCT 

DR2 1006 ATCTTCTTAGATAATGAC AAGACC ACTTTCTCCTTACAACTTGATCGACT 

DRO 9 0 0 6 ATCTCCCG AG AC AACGCCC AG AAAACGTTGTCTTTGCGAATGAATAGTCT 
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DR01006 
DR27006 
DR03006 
DR11006 
DR24006 
DR15006 
DRI 9 005 
DR07006 
DR15006 
DR20005 
DR25006 
DR20006 
DR21006 
DR090C6 
DR17005 
DR13006 
DR02 006 



GAAACCTGAGGACACGGCGATGTATTACTGf AAAAC-A- - -GCCCTAC - - 

G AAACCTG AGGAC ACGGCG ATGTATTACTGTAAAAT - A GA- -TTC - - 

AACCCCTGAAGACACGGCTACGTATTACTGTGCGGCGG- — TCCCAGCCC 
GCAACCTGAGGATACGGCCACCTATTACTGCGCGGCAA- - -GACTGACGG 
GCAACCTGAGGATACGGCCACCTATTACTGCGCGGCAA- - -GACTGACGG 

GAAACCTGAGGACACGGCCATCTACTTCTGTGCAGCAG G CTC 

GACACCTGAGGACACGGCCATCTAC AGTTGTGCGGCAA- - -C CAG 

G AAACCTG AAGACACGGGC ACCTATTACTGTGCTG -C A GAACTAAGT 

GAAACCTGAGGACACGGCCATCTATTACTGCGCGG-CG- - -GATAGTCCA 

GAAACCTGA GGACAGCGCCATGTACTACTGTGCAATCA CTGAAATTG 

GAAACCTGAGGACACGGCCATGTATTACTGCGCGGTAGATGGTTGGACCC 
C AAAC C TG AG G AC AC GGCC ATGTATT ACTGTGCG : CC 

G AACCCGGAGG ACACTGCCGACTACTACTGCGCTGC AAATCAATTAGC - - 

GAGGCCTGAGGACACGGCCGTGTATTACTGTGCGGCAGATTG - 

GAAACCTGAGGACACGGCCATCTATTACTGTGCGGCAG CGGACCC 

GCAACCTGACGACACTGGCGTGTACTACTGTGCGGCC CAA 

GAAACCCGAGGACACGGCCGTGTATTACTGTGGGGCAGT -- 



ZRZ ^ 0 0 6 

T * * O £ 
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ZRZ5C06 
Z r. 2 •* 0 6 
Zr.Z 1 0 0 6 
ZR09006 

ZR.i 2 00 6 
ZR02005 



A- AC- -CTGGGGGTTATTG7GGG7A- 

GTAC- -CCGTGCCATCTCCTTGATG- 
ACTTGGGACCT GGCG-CCA77 -CT7GATTTG 

AGATGGGGGCTTGTGATGCGAGATGGGCGACCTTAGC- -GACAAGGAC-G 
AG A7GGGGGCTTGTGATGCGAGATGGGCGACCTTAGC - -GAC AAGGAC -G 

GCG7T777 - C7AG7CCTGT7GGG AGC&CTTC - 7AG AC 7CGAAAG7AG 

TAG7T777AC7GG7AC7 GCAC C ACG G 

GG7GG7AG77G7GAA77GC C777GC 7A777GAC7A ■ 

7G77ACA7GCCGAC7A7GC - - -CCGC7CCCCCGA7ACGAGACAG7777GG 

AGTGG7A7GGG7GCAA777- - - AAGGAC 7 AC 7777 AC 7 C - -G 

GG AAGGAAG - -GGGGAATCGGGTTAC CC7GG7CGG7CCAA7G7GAA 

GG77GAA 7A7C C7A77GC AG AC - - A7G7G77 

- - - 7GG7GGC7GG7A77 7GGACCCGAA77AC7GG -C7C7C7G7G 

- - -GAAA7AC7GGA CTTGTGGTGC- -CCAGA-C7GG AG 

AAG7A7A7A77A7AG7A7C C7CCNNA7 

AAGAAGGA7CG7A C7AGA7GGGC CGAGCC7- ------ 

C7CCC7AA- -7GGACCGAA777C 



ZRO 1 0 0 6 - -TGGGTANTGCCTCTGGGGCC AGGGGACCCAGGTCACCGTCTCCTCACT 

DR27006 - -7 C7GGGGCCAGGGGACCCAGGTCACCGTCTCCTCAC7 

ZRO 3006 AAAAAG7A7AAG7AC7GGGGCC AG G GG AC CCAGG7CACCG7C7CC7C AC 7 

DRI 100 6 777GCG7A7AAC7AC7GGGGCCGGGGGACCCAGG7CACCG7C7CC7CAC7 

DR240 0 5 TTTGCGTATAAC7AC7GGGGCCGGGGGACCCAGGTCACCGTCTCCTCAC7 

DRI 60 06 CGA-C7-ATAAC7A77GGGGCCAGGGGATCCAGGTCACCGTCACCTCAC7 

Z Ri 9 0 0 5 . CGC -C77A7AACG7C7GGGG7CAGGGGACCC AGG7CACCG7C7CC7CAC7 

DRG7006 C7GGG GCCAGGGCACCCAGG7CACCG7C7CC7CAC7 

DRI 60 0 5 CTGGG A7GA7777 GGCCAGGGGACCCAGG7CACCG7C7CC7CAC7 

DR2 000 6 C7GGG GCCAGGGGACCCAGG7CACCG7C7CC7CAC7 

DR2 5 0 0 6 GA7GG77ATAAC7A77GGGGCCAGGGGACCCAGGTCACCGTCTCC7CAC - 

DR2 0 0 06 CGAGA7 ACG - - -GCGACCCGGGGACCCAGG7CACCG7C7CC7CAC - 

DR2 1006 GG7GC A7A7GCC A7C7GGGGCC AGGGGACCCAGG7CACCG7C7CC7CAC - 

DR0 9 0 0 6 GA7AC77CGGACAG -7GGGG7CAGGGGGCCCAGG7CACCG7C7CC7CAC7 

DRI 7 0 0 6 - -7GAG7A7AAG7AC7GGGGCCAGGGGACCCAGG7CACCG7C7CC7CA- - 
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D?.0 1006 AG T7ACCC37ACGACGTTCCGGACTACGGTTCTTAA7AG 1 \T"~ 

2R2 7 006 AG TTACCCGTACGAGCTTCCGGACTACGGTTCTTAATAGA ATTC 

ZRO 3006 AGCTAGTTACCCGTACGACGTTCCGGACTACGGTTCTTAATAGAATTC 

2 = 1 1 0 0 5 AG TTACCCGTACGACGTTCCGGACTACGGTTCTTAATAGAATTC 

2 = 2 4 005 AGCTAGTTACCCGTACGACGTTCCGGACTACGGTTCTTAATAGAATTC 

1=16005 AGTTACCCGTACGACGTTCCGGACTACGGTTCTTAATAGAATTC 

1 =. 1 -r 0 0 5 AGTTACCCGTACGACGTTCCGGACTACGGTTCTTAATAGAATTC 

1 = C 7 0 0 6 AGTTACCCGTACG ACGTTCCGGACTACGGTTCTTAATAG AATTC 

-•?. 16006 AGTTACCCGTACGACGTTCCGGACTACGGTTCTTAATAG AATTC 

1 =23 006 AGTTACCCGTACGACGTTCCGGACTACGGTTCTTAATAGAATTC 

1 = 2=006 -- - TAGTTACCCGTACGACGTTCCGGACTACGGTTCTTAATAG AATTC 

2 = 2 v 0 0 6 - - -TAGTTACCCGTACGACGAACCGGACTACGGTTCTTAATAGAATTC 
2 = 21006 - - - TAGTTACCCGTACGACGTTCCGGACTACGGTTCTTAATAGAATTC 
2= I ? 0 0 6 AGCTAGTTACCCGTACGACGTTCCGGACTACGGTTCTTAATAGAATTC 
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Fig Li Analysis of IgG^Papain Fragments by SDS - PAGE 
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